ABSTRACT Pseudomonas aeruginosa is known to tolerate antibiotic therapy during infection. This prevents clearance of infection and negatively impacts patient outcomes. Here, we report the transcriptome sequence of antibiotic-treated and untreated P. aeruginosa cultures and the differential gene expression observed when treated cells are compared to untreated cells.
0.6.1p1 (12) , and differential expression of protein-encoding genes was analyzed using the Bioconductor software package DESeq (13) . Default settings were used for all software analyses. The summary of sequencing reads, mapping, and differential expression results can be found in Table 1 .
As some of these open reading frames (ORFs) may be involved in antibiotic tolerance, these data will provide a starting point for investigating the mechanisms of tolerance in P. aeruginosa. This knowledge may assist studies of posttreatment relapse and latent infections.
Data availability. The RNA-seq reads and the DESeq results have been deposited in the NCBI Gene Expression Omnibus (GEO) (14) and are accessible through GEO series accession no. GSE120602. 
